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Mouse-over to show defline and scores. Click to show alignments 

Color Key for fllignnent Scores 






Score 




E 


Sequences producing significant alignments: 


(bits) 


Value 


gi I 284667 | pir| IA434.27 neurofilament triplet HI protein - ra... 


334 


le 


-90 


qi I 71549 ipiri IQFHUH neurofilament triplet H protein human 


.325 


5e 


-88 B 


qi| 324834161 ref|NP 066554.21 neurofilament, heavy polvpepti .. . 


325 


5e 


-88 H 


gi I 33302611 1 sp| P12036INFH HUMAN Neurofilament triplet H pro... 


322 


3e 


-87 B 


gi 127529742 fdbi IBAA74868. 2| KIAA0845 protein ["Homo sapiens] 


322 


3e 


-87 H 


gi j 601931 1 qfo j AAA57153 . 1 | neurof ilament-H 


317 


le 


-85 


gi|284668 jpiri IB434.27 neurofilament protein H form H2 frepp. . . 


313 


2e 


-84 


gi I 24020878 | gb | AAN40837. 1 IAF346625 1 heavy neurofilament pr... 


309 


3e 


-83 


qi|21429606|qb|AAM49796.1| heavv neurofilament NF-H fRa t.t-.ns . . . 


271 


8e 


-72 11 


qi| 205686 |qb IAAA41695.1I heavv neurofilament subunit 


271 


8e 




gi| 14250426 |gb|AAH08648. 1 IAAI-I08648 Unknown (protein for IMA... 


27 0 


le 


-71 a 


gi I 128127 | spi P19246INFH MOUSE Neurofilament triplet H prot-.P... 


270 


2e- 


-7i H 


qi 1 28972433 |dbi IBAC65670.il mKIAA0845 protein fMus musculus] 


270 


2e- 


-71 


gi.JL?9789026| ref |NP 036739.1! neurofilament, heavy polypepti .. . 


268 


8e- 


-71 11 


qi 1 205680 |qb IAAA41692.il hiqh molecular weiaht neurofilament 


268 


8e- 
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qi 12000221 qb j AAA3 9 8 0 9 . 1 j 
3;kiA£3250iej^ 



neurofilament protein >gi | 22 6537 | p . 
Neurofilament protein, high molec. 



qi | 14149391 



qi I 92538 j pir j IS02003 neurofilament triplet H protein - rat . 
qi | 462 7 02 | sp j PI 68 3 4 j NFH _ RAT Neurofilament triplet H protein. 

£LL375_49256J_rj^ similar to KIAA0845 protein [H. 

qi | 13629976 1 sp | 077788 1 NFM 30VIN Neurofilament triplet M pro. 
qi | 226213 j prf 1 I 15Q1343A neurofilament protein NF-H C term 
qi | 1160355 [ qb 1 AA B00542 . 1 j UNC-8 9 

S^d2^11§lli^£UJ^2^1 protein UNC-89 - Caenorhabditis elegans 
qi | 31746683 | qb | AAP68958 . 1 | Uncoordinated protein 89, isofor. 

qi I 2 5 1 4 1 3 1 4 | ref | NP 491290.21 UNCoordinated locomotion UNC-8. 

neurofilament 3 (150kDa medium) . 
_1 neurof ilament-3 (150 kD. 
'|qb|AAK54495.1|AF368231 2 neurofilament triplet . 
qi I 423935 j pir j IA46194 neurofilament protein NF-220, high-mo. 
qi 1 18767706 j ref j NP 571997 . 1 | neurofilament triplet Hl-like . 
alUiA12637J..gbJj^^ his tone HI [Bufo bufo . 

3iJJl±o?J^ COG3064: Membrane protein in. 

qi 1 32966575 j qb | AAP92164 . 1 j histone HI [Medicago truncatula] 
qi | 13540405 1 qb J AAK2 945 6.11 AF352 2 5 3 1 histone HI [Lens culin. 
qi 1 13540403 [ qb | AAK2 94 55 . 1 1 AF3522 52 1 histone HI [Lens culin. 
9AL r A$3.112A L9lPJ.BB^933A^..:.1.L neurofilament medium subunit [Ser. 
SMi.?AiQ2^ histone HI [Pisum sati. 

qi | 128146 1 sp j P16053 [ NFM CHICK Neurofilament triplet M prote. 
qi [ 63686 j emb j CAA29073 . 1 [ NF-M c-terminus [Gallus gallus] 
qil 7439660 1 pir | IT06257 histone HI (clone TH32) - wheat >gi | . 
&LI^A1?JLQ2^ histone HI [Pisum sati. 

3.4J.AL9A?_iL6J_^ ribosome-sedimenting protein [Pi . 

qi I 4996567 | dbj 1 BAA7 8 535 . 1 1 ribosome-sedimenting protein [Pi. 



qi 1 21465093 j qb | AAM54670 . 1 1 AF514416 1 
g i | 1 3 5 4. 0 4 0 1 j qb | A AK 2 9 4 54. 1 1 AF3 52 251 1 



histone 
histone 
histone 
histone 
histone 
[Lens 



HI [Lathyrus a . . 

HI [Lens culin. . 

HI [ Pisum sati . . 

HI [ Lathyrus s . . 

HI [ Lathyrus s . . 



qi | 13 5403 99 j qb | AAK2 9453 . 1 j AF352250_1 

qi | 30420974 1 qb | AAP31307 . 1 1 histone HI [Lens nigricans] 
qi. | 805006 j emb \ CAA56558 . 1 j pprB [Pseudomonas putida] 
-Q:UM£>I7i^ alginate regulatory protein Al . 

3AJJ.£MiL2^ mucin-like protein [Lymantria d. 

qi | 135403 93 [ qb" j AAK2 9 4 5 0 . 1 j AF3 5 2 2 4 7_1 histone HI [Pisum sati. 
qil 161276711 ref |NP 422235.11 arylesterase-related protein [. 
qi | 2114317 | dbj 1 BAA20035 . 1 1 tegument protein [Equine herpesv. 
SlUA?.3Q2L?J^ histone HI WH1A. 3 [Trit . 

£LL^.!i92?M^ histone HI WH1A.4 [Trit. 

qi I 7439656 | pir [ | TO 62 41 histone HI (clone TH315) - wheat >gi . 
qi j 3 0 420972 j qb | AAP313 06 . 1 j histone HI [Vicia hirsuta] 
qi j 14916992 1 sp 1 P27806 1 HI WHEAT Histone HI 

qi | 11558848 1 emb 1 CAA42529 . 2 | histone HI [Triticum aestivum] 
3±JJ2M18L^^ histone HI WH1A. 1 [Trit. 

qi| 5230783 1 qb j AAD41006 . 1 jAFl 07 023 1 histone HI WH1A.2 [Trit. 
qi | 7428714 | pir j j QFPGM neurofilament triplet M protein - pig. 
qi 1 26986938 [ ref | NP 742363. 1 1 alginate regulatory protein Al . 
qi | 283442 | pir | IA40215 TcD antigen - Trypanosoma cruzi 
gi _ | 161958 1 qb j AAB97874 . 1 1 surface antigen [Trypanosoma cruzi] 
qi | 312130631 ref j XP 315475. 1 j ENSANGP0000002 172 1 [Anopheles . 
qi I 2 820 9501 1 qb IAA037 519 . 1 | histone-like protein [Oryza sati. 
qi, 1 22963111 1 ref | ZP 00010717 . 1 1 COG3064: Membrane protein in. 
qi.| 283024 [pir | 1322322 histone HI - wheat 

^i^lJ^J^Lli^l^Ul^ii^I. histone H1A - African clawed frog >g. 



267 
2 67 



207 

152 
147 
136 
1^6 
136 

136 



102 
101 
101 
97 

92 
' 91 
91 
90 
9 0 
9 0 
90 
89 

....§.§. 
"88 



8 8 
8 8 



87 
87 
8 5 



.11 
SI 
81 
80 
80 
8 0 
80 



7 



18 
"78 
77 

77 



J 

74 

73 



le-70 

le-70 

6e-64 
6e-64 

le-52 

8e-36 
2e-34 
4e-31 
4e-31 
4e-31 

4e-31 

2e-24 

le-23 

9e-21 

le-20 

2e-20 

2e-19 

le-17 

le-17 

le-17 

le-17 

3e-17 

3e-17 

3e-17 

3e-17 

8e-17 

le-16 

le-16 

le-16 

2e-16 

2e-16 

3e-16 

4e-16 

4e-16 

4e-16 

4e-16 

2e-15 

5e-15 

7e-15 

9e-15 

le-14 

2e-14 

2e-14 

2e-14 

4e-14 

4e-14 

4e-14 

4e-14 

5e-14 

7e-14 

7e-14 

le-13 

le-13 

2e-13 

3e-13 

4e-13 

3e-12 

4e-12 
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qi 


z <>z o y bu i 6mD | uaa / o l / 1 . l j nisuone ni [Apium graveoiensj 


t z 


Q c, 

o e- 


1 0 

iz 


qi. 


.:. dz. I / o / y | r6 1 i J>i if .i. i 4t J. o u . .L | proiin- ricn proiein — related L • • • 


! Z. 


le- 


1 1 


qi 


Lo i \ \ Usr o jL'o / 1 . 1 1 internaim proLein [ oaciiius c . . . 


/ 1 


ie- 


1 1 


qi 


2S561775|emb| CAD87780.il SI : dZ258D18 . 1 (novel protein si... 


71 


2e- 


ii H 


qi 


15602833 | ref |NP 245905.1| TolA [Pasteurella multocida] >... 


71 


2e- 


ii 


qi 


121955 i sp ; P02254 | HI SALTR Histone HI >qi | 7 0 667 j pir || HSTR . . . 


71 


2e- 


ii 


qi 


z i / o u [ pi x j j .i. sj J- 1 1 o Nr-ioU — sea lamprey >qi 1 oozony \ go \ a . . . 


n -i 
' .1 


ze- 


1 1 


gi 


xZ±.yZZ j SD i rJboy J [ nib AkJN.uA HI o 1 ONhj Hlb >gi|zlloy/Z|pir| | . . . 


i U 


De- 


1 1 


qi 


/Oo/Uipir; | nbALib nistone Hlb — Atncan clawed rroq 


/ U 


er — 
oe- 


1 1 


qi 


z -iv -j '-t.yo h i re i \ 6ir u o u o i i i ^ . 1 1 cutjuooz . l ransiation initial . . . 


Ob 


be- 


1 1 


qi 


25143299 | ref | NP 492875,2 | pre-mRNA splicinq SR protein r... 


69 


6e- 


ii Hi 


gi 


9626761 j ref | MP 041033.11 tegument protein [Equine herpes... 


69 


8e- 


ii 


qi 


22538198 | ref |NP 689049.11 pathoqenicity protein, putativ. . . 


69 


8e- 


ii 


qi 


2114319 | dbi | BAA2 0036 . 1 | tegument protein [Equine herpesv... 


69 


8e- 


ii 


qi 


5230785|qb|AAD41007.1 IA.F107024 1 histone HI WH1B.1 [Trit... 


68 


2e- 


10 


qi 


121951 | sp| P06350 |H1 ONCMY Histone HI [Contains: Oncorhyn... 


68 


2e- 


10 


.gi 


70668 jjjirj | HSTR1R histone HI - rainbow trout 


68 


2e- 


10 


qi 


121918 | sp ! P06892 | H1A XENLA HISTONE H1A >qi | 647 7 5 | emb | CAA. . . 


67 


3e- 


10 


qi 


482295 1 pir | IA36I28 regulatory protein algP - Pseudomonas . . . 


67 




1 0 


qi 


7 0669 j pir j | HSXL1A histone H1A — African clawed frog 


67 


3e- 


10 


qi 


.1.0 uuu h 4 o j re 1. 1 np zD0y4U.11 alginate regulatory protein Al . . . 


o o 


oe- 


10 


qi 


oyjHZUy i J i qD | >wiFo ioUj. l j nistone hi [ vicia raDaj 


66 


/ e- 


ID 


qi 


4885381 | ref | NP 005313.11 HI histone family, member 5 [Ho... 


o b 


/ e— 


in H 


qi 


25012056 j ref i NP 736451.1! putative peptidoglycan linked ... 


66 


9e- 


10 


qi 


22597163 |qb IAAN03471.il unknown protein [Glycine max] 


66 


9e- 


10 


Qi i 


108359 1 pir M S02571 neurofilament triplet protein H - pig... 


65 


le- 


09 


gi 1 21426893 | ref j NP 064418.11 histone 1, Hlb; histone 1, fam. . . 


65 


2e- 


09 B 



□ > qi I 284667 j pir j 1 A43427 neurofilament triplet HI protein - rabbit (fragment) 
5 ^ J_6 01 93 0i^i.M^lil2 _ : _ 1 j_ neurofilament-H 
Length = 606 



Score = 334 bits (781), Expect = le-90 

Identities = 133/189 (70%), Positives = 134/189 (70%), Gaps = 53/189 (28%) 



Query : 


1 


AKS PAE AKS PAEAKS P AKS PAEAKS PEKAKSP 


32 






AKSP E AKS PAEAKS P AKS PAEAKS PEKAKSP 




Sbjct : 


39 


AKS PTEGGAAS PEEEAKS PAEAKS PVKEEAKS PAEAKS PAEAKS PAEAKS PEKAKS PVKE 


98 


Query: 


33 


-AKS PAEAKS PVKEEAKS P — AKS PEKAKS PAEAKS P AKS PEK A 


73 






AKSP +AKS PVKEEAKS P AKS PEKAKS PAEAKS P AKS PEK A 




Sbjct: 


99 


EAKS PEKAKS PVKE EAKS PAEAKS PEKAKS PAEAKS PE KAKS PVKE E AKS PEKAKS PAEA 


158 


Query: 


74 


KS PEKAKS P — AKS PEKAKS PVKEEAKS P — AKS PVKEEAKS PAEAKS P — AKS PVKEEA 


127 






KS PEKAKSP AKS PE KAKS PVKE EAKS P AKS PVKE EAKS PAEAKS P AKS PVKEEA 




Sbjct: 


159 


KS PE KAKS PAEAKS PE KAKS PVKE EAKS PE KAKS PVKE EAKS PAEAKS PEKAKS PVKE E A 


218 


Query : 


128 


KSPEKAKSP 136 








KS PEKAKSP 




Sbjct: 


219 


KSPEKAKSP 227 
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Score = 326 bits (763), Expect = 2e-88 

Identities = 132/194 (68%), Positives = 134/194 (69%), Gaps = 58/194 (29%) 

Query: 1 AKSPAEAKSP AEAKSPA — KS PAEAKS PE KAKS P AKS PAEAKS PVKEE 4 6 

AKSPAEAKSP AEAKSPA KS PAEAKS PE KAKS P AKSP +AKS PVKEE 

Sbjct: 54 AKS PAEAKS PVKEE AKS PAEAKS PAEAKS PAEAKS PE KAKS PVKE E AKS PE KAKS PVKE E 113 

Query: 47 AKS PA — KS PEKAKS PAEAKS P AKS PE KAKS P 7 6 

AKS PA KS PEKAKS PAEAKS P AKS PE KAKS P 

Sbjct: 114 AKS PAEAKS PE KAKS PAEAKS PE KAKS PVKE E AKS PE KAKS PAEAKS PEKAKS PAEAKS P 173 

Query: 77 EKAKSP AKS PEKAKS PVKE EAKSP AKS PVKEE AKSPAEAKSP — AKSP 122 

EKAKSP AKS PEKAKS PVKEEAKS P AKS PVKEE AKS P +AKSP AKSP 

Sbjct: 174 E KAKS PVKE E AKS PEKAKS PVKEE AKS PAEAKS PEKAKS PVKEE AKS PE KAKS PAE AKSP 233 

Query: 123 VKEEAKS PEKAKS P 136 

VKEEAKS PEKAKS P 
Sbjct: 234 VKE EAKS PE KAKS P 247 



Score = 307 bits (717), Expect = le-82 

Identities = 134/246 (54%), Positives = 134/246 (54%), Gaps = 110/246 (44%) 

Query: 1 AKS PAEAKS PA EAKSP AKS PAEAKS PE KAKS P 32 

AKSPAEAKSP EAKSP AKSPAEAKSP EKAKSP 

Sbjct: 164 AKS PAEAKS PE KAKS PVKE EAKS PE KAKS PVKEEAKS PAEAKS PE KAKS PVKE EAKS PE K 223 

Query: 33 AKS PAEAKS PVKEEAKS P AKS PE KAKS P AEAK 64 

AKS PAEAKS PVKE EAKS P AKS PE KAKS P AEAK 

Sbjct: 224 AKS PAE AKS P VKE E AKS PE KAKS PEKE EAKS PAE AKS PE KAKS PE KAKS PVEVKS PAE AK 283 

Query: 65 SP AKS PE KAKS P EKAKSP AKSPEK 88 

SP AKSPEKAKSP EKAKSP AKSPEK 

Sbjct: 284 S PEKAKS PVKE EAKS PEKAKS PVKE EAKS PEKAKS PVKE EAKS PEKAKS PVKE EAKS PEK 343 

Query: 89 AKS PVKE EAKSP— AKS PVKE EAKS PA EAKSP- -AKS PVKE EAKSP 130 

AKS PVKE EAKS P AKS PVKEEAKS P EAKSP AKS PVKEEAKS P 

Sbjct: 344 AKS PVKE EAKS PEKAKS PVKEEAKS PEKAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS P 403 

Query: 131 EKAKSP 136 

EKAKSP 
Sbjct: 404 EKAKSP 409 



Score = 240 bits (559), Expect = 2e-62 

Identities = 117/238 (49%), Positives = 120/238 (50%), Gaps = 104/238 (43%) 

Query: 1 AKS PAEAKS PAEAKS P — AKS PA — EAKS PEKAKS P AKS PAE AKS PVKE EAKSP — 50 

AKSP E KS PAEAKS P AKSP EAKS PEKAKS P AKSP +AKS PVKEEAKS P 

Sbjct: 270 AKS PVEVKS PAE AKS PEKAKS PVKE EAKS PEKAKS PVKE EAKS PEKAKS PVKE EAKS PEK 329 

Query: 51 AKS PEKAKS PA — EAKSP AKS PEKAKS PEKAKS P 82 

AKSPEKAKSP EAKSP AKS PE KAKS PE KAKS P 

Sbjct: 330 AKS PVKE EAKS PEKAKS PVKE EAKS PEKAKS PVKE EAKS PEKAKS PEKAKS PVKE EAKSP 389 

Query: 83 AKS PE KAKS PVKEE AKS PAK-S PVKE EAK 110 
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AKSPEKAKSPVKEEAKSP K +P KEE K 
Sbjct: 390 EKAKS PVKEEAKS PEKAKS PVKEEAKS PEKETPKKEEVKVKE PPKKVEETAPAPPKVEKD 449 

Query: 111 SPAEAK SPAKSPVKEEAKSPEK AK 134 

S AEAK +PAK KEEAK EK AK 

Sbjct: 450 SKKDEAPKKEAPKPAVEKPKESTAEAKKDEAEDKKKAAPAKME GKEEAKPKEKTEVAK 507 



Score = 212 bits (493), Expect = 6e-54 

Identities = 86/119 (72%), Positives = 89/119 (74%), Gaps = 27/119 (22%) 

Query: 45 EEAKSP AKSP- EKAKS PAEAKSP AKS PEKAKS PEKAKS P — AKSPEKAKSPV 93 

EEAKSP A SP E+AKS PAEAKSP AKSP +AKSP +AKSP AKSPEKAKSPV 
Sbjct: 37 EE AKS PTEGGAAS PEEEAKS PAEAKS PVKEEAKS PAEAKS PAEAKS PAEAKS PEKAKS PV 9 6 

Query: 94 KEE AKSP — AKS PVKEEAKS PAEAKSP AKSPVKEEAKSPEKAKSP 136 

KE EAKS P AKS PVKE E AKS PAEAKS P AKS PVKEEAKS PEKAKS P 

Sbjct: 97 KEEAKS PEKAKS PVKEEAKS PAEAKS PEKAKS PAEAKS PEKAKS PVKEEAKS PEKAKS P 155 



Score = 142 bits (328), Expect = 7e-33 

Identities = 97/233 (41%), Positives = 109/233 (46%), Gaps = 106/233 (45%) 

Query: 1 AKS PA — EAKS PAEAKS P — AKS PA — EAKS PEKAKS P AKS PAEAKS PVKE EAKS P 50 

AKSP EAKS P +AKSP AKSP EAKSPEKAKSP AKSP +AKS PVKEEAKS P 
Sbjct: 358 AKS PVKE EAKS PEKAKS PEKAKS PVKE EAKS PEKAKS PVKEEAKS PEKAKS PVKE EAKS P 417 

Query: 51 AK SP EKAK-SPAEAK- 64 

K +P EK K S AEAK 

Sbjct: 418 EKETPKKEEVKVKEPPKKVEETAPAPPKVEKDSKKDEAPKKEAPKPAVEKPKESTAEAKK 477 

Query: 65 SPAK SP-EKA KSPE--KAKSPAKS PEKAKS PVKEEA 97 

+PAK P EK K PE KAK P+K PEK K KEE 
Sbjct: 47 8 DEAEDKKKAAPAKMEGKEEAKPKEKTEVAKKEPEDAKAKEPSKPTEKEPEKPK KEE- 533 

Query: 98 KSPAKSPV KE E AK S P AE - AKS PAKS PVKE EAKS P EKA-KS 135 

+ PA +PV KEEA+ P E K+ AK+ KE + K+ P EKA KS 

Sbjct: 534 -TPA-APVKKEAKEEARKPEEKPKTEAKA--KEDDKALSKEPSKPKTEKAEKS 582 



O > qi | 7154 9 j pir j j QFHUH neurofilament triplet H protein - human 



qi 1 1841430 1 emb | CAA3 3 3 66 . 1 1 lii heavy neurofilament subunit [Homo sapiens] 
Length = 1020 

Score = 325 bits (760), Expect = 5e-88 

Identities = 130/182 (71%), Positives = 132/182 (72%), Gaps = 46/182 (25%) 

Query: 1 AKS PAEAKS PAEAKS PAK S PAEAKS PEKAKSP AKS PAEAKS PVKE EAKS PA- 51 

AKSPAE KSP + AKS PAK S PAEAKS PEKAKSP AKS PAEAKS PVKE EAKS PA 

Sbjct: 572 AKS PAE VKS PE KAKS PAKE EAKS PAEAKS PEKAKS PVKE EAKS PAEAKS PVKE E AKSPAE 631 

Query: 52 -KS PEKAKS PA — EAKSP AKS PEKAKSP EKAKS P AKSP 86 

KSPEKAKSP EAKSP AKS PEKAKSP EKAKSP AKSP 

Sbjct: 632 VKS PE KAKS PTKE EAKS PE KAKS PE KE EAKS PE KAKS PVKAEAKS PEKAKS PVKAEAKS P 691 

Query: 87 EKAKS PVKEEAKS P — AKS PVKE EAKS PAEAKSP AKS PVKE EAKS PE KAK 134 
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EKAKSPVKEEAKSP AKS PVKEEAKS P +AKSP AKSPVKEEAKSPEKAK 
Sbjct: 692 E KAKS PVKEEAKS PE KAKS PVKE E AKS PE KAKS PVKE E AKT PE KAKS PVKE E AKS PE KAK 751 

Query: 135 SP 136 
SP 

Sbjct: 752 SP 753 



Score = 316 bits (738), Expect = 3e-85 

Identities = 131/202 (64%), Positives = 132/202 (65%), Gaps - 66/202 (32%) 

Query: 1 AKS PAE AKSPAEAKSP AKSPAE 22 

AKSPAE AKSP EAKSP AKSPAE 

Sbjct: 538 AKS PAE VKS PE KAKS PAKE E AKS P PEAKS PE KE E AKS PAE VKS PE KAKS PAKE E AKS PAE 597 

Query: 23 AKSPEKAKSP AKS PAE AKS PVKEEAKS PA — KSPEKAKSPA — EAKSP — AKSPEK 72 

AKS PE KAKS P AKS PAE AKS PVKEEAKS PA KSPEKAKSP EAKSP AKSPEK 
Sbjct: 598 AKS PEKAKS PVKEEAKS PAEAKS PVKE EAKSPAEVKSPE KAKS PTKEEAKSPEKAKSPEK 657 

Query: 73 — AKSPEKAKSP AKS PEKAKS PVKE EAKSP — AKS PVKEEAKS P AEAK 116 

AKSPEKAKSP AKS PEKAKS PVK EAKSP AKS PVKEEAKS P EAK 
Sbjct: 658 E E AKS PE KAKS PVKAE AKS PE KAKS PVKAE AKS PEKAKS PVKEEAKS PEKAKS PVKE EAK 717 

Query: 117 SP — AKS PVKEEAKS PEKAKS P 136 

S P AKS PVKE EAK+ PEKAKS P 
Sbjct: 718 S PEKAKS PVKE EAKTPE KAKS P 739 



Score = 309 bits (723), Expect = 3e-83 

Identities = 130/196 (66%), Positives = 130/196 (66%), Gaps = 60/196 (30%) 

Query: 1 AKS PA — EAKS PAEAKS P AKS PAEAKS PE KAKS P AKS PAEAKS PVKEEAKS P 50 

AKSP EAKS PAEAKS P AKSPAE KSPEKAKSP AKSP EAKSP KE EAKSP 
Sbjct: 516 AKS PVKEEAKS PAEAKS PEKE EAKS PAE VKS PEKAKS PAKE EAKSP PEAKS PEKE EAKSP 575 

Query: 51 A — KSPEKAKSPA — EAKSP — AKSPEKA KSP 76 

A KSPEKAKSPA EAKSP AKSPEKA KSP 
Sbjct: 57 6 AE VKS PEKAKS PAKE EAKS PAE AKS PEKAKS PVKE EAKS PAE AKS PVKE EAKS PAE VKS P 635 

Query: 77 EKAKSP AKS PEKAKS PVKE EAKSP- -AKS PVKE EAKSP AEAKSP — AK 12 0 

EKAKSP AKSPEKAKSP KE EAKSP AKS PVK EAKSP AEAKSP AK 

Sbjct: 636 E KAKS PTKE EAKS PEKAKS PEKE EAKS PE KAKS PVKAEAKSPE KAKS PVKAEAKSPE KAK 695 

Query: 121 S PVKEEAKS PEKAKS P 136 

S PVKEEAKS PEKAKS P 
Sbjct: 696 S PVKE EAKS PE KAKS P 711 



Score = 280 bits (653), Expect = 2e-74 

Identities = 116/159 (72%), Positives = 116/159 (72%), Gaps = 37/159 (23%) 

Query: 12 E AKS PAKS PAE -AKSPEK -AKSP AKS PAEAKS PVKEEAKS PA — KSPEKAKSPA — 61 

E KSP PAE A SPEK AKSP AKSPAEAKSP KE EAKS PA KSPEKAKSPA 
Sbjct: 500 ETKSP PAE EAAS PEKE AKS PVKE EAKS PAEAKS PEKE EAKS PAE VKS PEKAKS PAKE 556 

Query: 62 EAKSP — AKSPEK AKSPEKAKSP AKS PEKAKS PVKE EAKSP- 100 

EAKSP AKSPEK KSPEKAKSP AKS PE KAKS PVKE EAKS P 
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Sbjct: 557 EAKSPPEAKSPEKEEAKSPAEVKSPEKAKSPAKEEAKSPAEAKSPEKAKSPVKEEAKSPA 616 

Query: 101 -AKS PVKEEAKS PAEAKS P — AKS PVKE EAKS PEKAKS P 136 

AKS PVKEEAKS PAE KSP AKSP KEEAKSPEKAKSP 
Sbjct: 617 EAKS PVKEEAKS PAE VKS PE KAKS PTKE EAKS PEKAKS P 655 



Score = 261 bits (608), Expect = le-68 

Identities - 121/235 (51%), Positives = 124/235 (52%), Gaps = 99/235 (42%) 

Query: 1 AKS PA — EAKS PAEAKS P — ' — AKS PAEAKS PE KAKS P AKS PAEAKS PVKEEAKS P 50 

AKSP EAKS PAEAKS P AKS PAE . KS PEKAKS P AKSP +AKSP KEEAKSP 
Sbjct: 604 AKS PVKEEAKS PAEAKS PVKEEAKS PAEVKS PEKAKS PTKEEAKS PEKAKS PEKEEAKS P 663 

Query: 51 AKS PEKAKS P — AEAKSP AKS PEKAKS P EKAK 80 

AKS PEKAKS P AEAKSP AKS PEKAKS P EKAK 

Sbjct: 664 EKAKS PVKAEAKS PEKAKS PVKAEAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS PEKAK 723 

Query: 81 SP AKS PEKAKS PVKE EAKS P 100 

S P AK+PEKAKS PVKEEAKS P 
Sbjct: 724 S PVKE EAKT PEKAKS PVKE EAKS PE KAKS PEKAKTLDVKSPEAKT PAKE EARS PADKFPE 783 

Query: 101 -AKS PVKE EAKS PAE AKSP AKS PVKE EAKS PE- KAKS P 136 

AKS PVKE E KSP +AKSP KSPVKEE K E K K P 

Sbjct: 784 KAKS PVKE EVKSPE KAKS PLKADAKAPEKE I PKKEEVKSPVKEEEKPQEVKVKEP 838 



Score = 210 bits (488), Expect = 3e-53 

Identities = 117/272 ( 43% ) , Positives = 124/272 (45%), Gaps = 139/272 (51%) 

Query: 1 AKS PAEAKS P — AEAKSP — AKSP — AEAKS PE KAKS P AKS PAEAKS PVKEEAKS P 50 

AKSP +AKSP AEAKSP AKSP AEAKS PE KAKS P AKSP +AKS PVKE EAKS P 
Sbjct: 660 AKS PEKAKS PVKAEAKS PEKAKS PVKAEAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS P 719 

Query: 51 AKS PEKAKS PA- - EAKS P- -AKS PEKAK SPEKAKSPAK SP- 86 

AK+PEKAKS P EAKSP AKS PEKAK SPE AK+PAK SP 

Sbjct: 720 EKAKS PVKEEAKT PEKAKS PVKEEAKS PEKAKS PEKAKTLDVKSPE-AKT PAKE EARS PA 778 

Query: 87 EKAKS PVKE E AKSP AKS PVKE 107 

EKAKS PVKEE AKSP KSPVKE 

Sbjct: 779 DKFPEKAKS PVKEEVKS PEKAKS PLKADAKAPEKE I PKKEEVKS PVKEEEKPQEVKVKE P 838 

Query: 10 8 EAKS PA EAK 116 

E K+PA EAK 
Sbjct: 839 PKKAEEEKAPATPKTEEKKDSKKEEAPKKEAPKPKVEEKKEPAVEKPKESKVEAKKEEAE 898 

Query: 117 SPAKS PVKEEAKS PEK AK 134 

+ PAK VKE+AK EK AK ' 
Sbjct: 899 DKKKVPTPEKEAPAKVEVKEDAKPKEKTEVAK 930 



Score = 100 bits (229), Expect = 3e-20 

Identities - 89/246 (36%), Positives = 101/246 (41%), Gaps = 122/246 (49%) 

Query: 2 KS PAEAKS PA — EAKS PA KSPA — EAKS PEKAKS P AKS PA EA 39 

KSP EAK+PA EA+SPA KSP E KSPEKAKSP AK+P E 

Sbjct: 762 KSP-EAKTPAKEEARSPADKFPEKAKS PVKEEVKS PEKAKS PLKADAKAPEKE I PKKEEV 820 
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Query: 40 KSPVKE EAKS PA — KS PEK A Ksp 50 

KSPVKE E K+PA K+ EK A K p 

Sb D ct: 821 KSPVKEEEKPQEVKVKEPPKKAEEEKAPATPKTEEKKDSKKEEAPKKEAPKPKVEEKKEP 880 

Query: 61 A EAK -"---SPAK— — -SP-EKA-— KSPE-KAKS 81 

Sbjct: 881 AVEKPKESKVEAKKEEAEDKKKVPTPEKeI^ 94q 

Query: 82 PAKSPEKAKSPVKE EAKS PAKSPVKEE-AKSPAE-AKSPAKSPVKE EAKS— -P— 1 3fi 

. ^ c/11 P+K EK KE A P K KEE AK P E K+AK+ KE+ K+ p 

Sbjct: 941 PSKPAEK KEAA PEKKDTKEEKAKKPEEKPKTEAKA — KEDDKTLSKEPSKPKA 



991 



Query: 131 EKA-KS 135 

EKA KS 
Sbjct: 992 EKAEKS 997 



Score = 97.8 bits (223), Expect = 2e-19 

Identities = 41/57 (71%), Positives = 42/57 (73%), Gaps = 9/57 (15%) 
Query: 87 ^KSPVKEE^SP--^ 

E KSP EEA SP AKS PVKE EAKS PAE AKS P AKSP E KSPEKAKSP 
Sbjct: 499 EE T KSPPAEEAASPEK E AK S PVKEEAKSPAEAKSPEKEEAKSP--ALKSPEiSKSP 553 

□ > qi|32483416|ref|NP 066554, ? L 1| neurofilament, heavy polypeptide 200kn,- m 

polypeptide; neurofilament, heavy polypeptide 7 (2 00^? " 
[Homo sapiens] 
Length = 1020 

Score = 325 bits (760), Expect = 5e-88 

Identities = 130/182 (71%), Positives = 132/182 (72%), Gaps = 46/182 (25%) 

Query: 1 AKS PAE AKS PAEAKS PAK S PAEAKS PEKAKS P AKS PAEAKS PVKE EAKSPn m 

AKS PAE KSP +AKSPAK S PAEAKS PEKAKSP AKSPA^A^SPVKEEAKSPa" 
Sbjct: 572 AKSPAEVKSPEKAKSPAKEEA^ 631 

Query: 52 -KS PEKAKS PA EAKSP AKSPEKAKSP EKAKSP AKSP 86 

KS PEKAKSP EAKSP AKSPEKAKSP E ££sP Zll 

Sbjct: 632 VKSPEKAKSPTKE EAKS PEKAKSPEKEEAKSPE?CAKSPVKAEAKS PEKAKS PVKAEA^S^ 691 

Query: 87 E KAKS PVKE EAKS P AKS PVKE EAKS PAEAKS P AKS PVKE EAKSPFKAK ^^ 

E KAKS PVKE EAKS P AKSPVKE EAKSP + AKSP . JSpvkSspek^ 

sb 3 ct: 692 ekakspvkeeakspekakspvkeeakspekakspvkeea^ 751 

Query: 135 SP 136 
SP 

Sbjct: 752 SP 753 



Score = 316 bits (738), Expect = 3e-85 

Identities = 131/202 (64%), Positives .= 132/202 (65%), Gaps = 66/202 (32%) 

QUery: 1 S ™»E « 

AKSP EAKSP 



Sbjct: 538 AKSPAEVKS PEKAKS PAKE EAKS PPEAKS PEKEEAKS PAEVKS PEKAKS 



AKS PAE 
PAKE EAKS PAE 597 
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Query: 23 AKSPEKAKSP AKS PAEAKS PVKEEAKS PA- -KS PEKAKS PA — EAKSP — AKSPEK 72 

AKSPEKAKSP AKS PAEAKS PVKEEAKS PA KS PEKAKS P EAKSP AKSPEK 
Sbjct: 598 AKS PE KAKS PVKE E AKS PAEAKS PVKE E AKS PAE VKS PE KAKS PTKE E AKS PE KAKS PE K 657 

Query: 73 — AKSPEKAKSP AKS PEKAKS PVKEEAKS P — AKS PVKEEAKS P AEAK 116 

AKSPEKAKSP AKS PEKAKS PVK EAKSP AKS PVKEEAKS P EAK 
Sbjct: 658 E E AKS PE KAKS PVKAE AKS PE KAKS PVKAE AKS PEKAKS PVKEEAKS PEKAKS PVKE EAK 717 

Query: 117 SP — AKS PVKE EAKSPE KAKS P 13 6 

. SP AKS PVKE EAK+ PEKAKSP 
Sbjct: 718 S PEKAKS PVKE EAKTPE KAKS P 739 



Score = 309 bits (723), Expect = 3e-83 

Identities = 130/196 (66%), Positives = 130/196 (66%), Gaps = 60/196 (30%) 

Query: 1 AKS PA — EAKS PAEAKS P AKS PAEAKS PE KAKS P AKS PAEAKS PVKE EAKSP 50 

AKSP EAKS PAEAKS P AKS PAE KS PEKAKS P AKSP EAKSP KE EAKSP 
Sbjct: 516 AKS PVKEEAKS PAEAKS PEKEEAKSPAEVKS PEKAKS PAKEEAKSPPEAKSPEKEEAKSP 575 

Query: 51 A — KS PEKAKS PA — EAKSP- -AKS PEKA KSP 7 6 

A KS PEKAKS PA EAKSP AKS PEKA KSP 
Sbjct: 576 AE VKS PEKAKS PAKE EAKS PAE AKS PEKAKS PVKE EAKS PAE AKS PVKE EAKS PAE VKS P 635 

Query: 77 EKAKSP AKS PEKAKS PVKE EAKSP — AKSPVKEEAKSP AEAKSP — AK 12 0 

EKAKSP AKSPEKAKSP KEEAKSP AKSPVK EAKSP AEAKSP AK 

Sbjct: 636 E KAKS PTKE EAKSPE KAKS PEKE EAKSPE KAKS PVKAEAKS PEKAKS PVKAE AKS PEKAK 695 

Query: 121 S PVKE EAKSPE KAKS P 136 

S PVKE EAKSPE KAKS P 
Sbjct: 69 6 S PVKE EAKSPE KAKS P 711 



Score = 280 bits (653), Expect = 2e-74 

Identities = 116/159 (72%), Positives = 116/159 (72%), Gaps = 37/159 (23%) 

Query: 12 EAKS PAKS PAE -AKSPEK- AKSP AKS PAEAKS PVKE EAKS PA — KS PEKAKS PA — 61 

E KSP PAE A SPEK AKSP AKS PAEAKS P KE EAKS PA KS PEKAKS PA 
Sbjct: 500 ETKSP PAE EAAS PEKE AKS PVKE EAKS PAEAKS PEKE EAKS PAE VKS PEKAKS PAKE 556 

Query: 62 EAKSP — AKSPEK AKSPEKAKSP AKS PEKAKS PVKE EAKSP- 100 

EAKSP AKSPEK KS PEKAKS P AKS PEKAKS PVKE EAKSP 

Sbjct: 557 EAKSP PEAKS PEKE EAKS PAE VKS PEKAKS PAKE EAKS PAE AKS PEKAKS PVKE EAKS PA 616 

Query: 101 -AKS PVKEEAKS PAEAKS P — AKS PVKEEAKS PEKAKS P 136 

AKS PVKEEAKS PAE KSP AKSP KE EAKSPE KAKS P 
Sbjct: 617 EAKS PVKEEAKS PAEVKSPEKAKS PTKEEAKS PEKAKSP . 655 



Score = 228 bits (531), Expect = 8e-59 

Identities = 107/196 (54%), Positives = 116/196 (59%), Gaps = 67/196 (34%) 

Query: 1 AKS PAEAKS P — AEAKSP — AKSP — AEAKS PE KAKS P AKS PAEAKS PVKEEAKS P 50 

AKSP +AKSP AEAKSP AKSP AEAKS PEKAKSP AKSP +AKS PVKEEAKS P 
Sbjct: 660 AKS PEKAKS PVKAEAKS PEKAKS PVKAEAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS P 719 
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Query: 51 AKSPEKAKSPA — EAKSP — AKSPEKAKS 75 

AK+ PEKAKSP EAKSP AKSPEKAK+ 
Sbjct: 720 E KAKS PVKE E AKT PE KAKS PVKE E AKS PEKAKS PEKAKTLDVKS PE AKT PAKE EARS PAD 779 

Query: 76 — PEKAKSPAK S PEKAKS PVKE EAKSP AKS PVKE E AKS PAE AKS PAK 120 

PEKAKSP K SPEKAKSP+KE+AK+P KSPVKEE K P E K 
Sbjct: 780 KF PEKAKS PVKE EVKS PEKAKS PLKEDAKAPEKE I PKKEEVKS PVKE EEK-PQEVK 834 

Query: 121 S PVKE E AKS PEKAKSP 136 

VKE K E+ K+P 
Sbjct: 835 — VKEPPKKAEEEKAP 848 



Score = 100 bits (229), Expect = 3e-20 

Identities - 89/246 (36%), Positives - 101/246 (41%), Gaps = 122/246 (49%) 

Query: 2 KS PAE AKS PA- - E AKS PA KSPA — EAKS PEKAKSP AKS PA EA 3 9 

KSP EAK+PA EA+SPA KSP E KS PEKAKSP AK+P E 

Sbjct: 762 KS P-E AKT PAKE EARSPADKF PEKAKS PVKE EVKS PEKAKS PLKEDAKAPEKE I PKKEEV 820 

Query: 40 KSPVKE EAKS PA — KSPEK A KSP 60 

KSPVKE E K+PA K+ EK A K P 

Sbjct: 821 KSPVKEEEKPQEVKVKEPPKKAEEEKAPATPKTEEKKDSKKEEAPKKEAPKPKVEEKKEP 8 80 

Query: 61 A EAK SPAK SP-EKA- KSPE — KAKS 81 

A EAK +PAK P EK K P+ KAK 

Sbjct: 881 AVE KPKE S KVE AKKE E AE DKKKVPT PE KE APAKVE VKE DAKPKEKTE VAKKE PDDAKAKE 940 

Query: 82 PAKS PE KAKS PVKE E AKS PAKS P VKE E- AKS PAE- AKS PAKS PVKE EAKS P 130 

P+K EK KE A P K KEE AK P E K+ AK+ KE+ K+ P 

Sbjct: 941 PSKPAEK KEAA — PEKKDTKEEKAKKPEEKPKTEAKA — KEDDKTLSKEPSKPKA 991 

Query: 131. EKA-KS 135 

EKA KS 
Sbjct: 992 EKAEKS 997 



Score = 97.8 bits (223), Expect = 2e-19 

Identities = 41/57 (71%), Positives = 42/57 (73%), Gaps - 9/57 (15%) 

Query: 87 E KAKS PVKE EAKSP AKS PVKE EAKS PAE AKS P AKS PVKE EAKS PEKAKSP 136 

E+ KSP EEA SP AKS PVKE EAKS PAE AKS P AKSP E KS PEKAKSP 
Sbjct: 499 E E TKS P PAE E AAS P E KE AKS PVKE E AKS PAE AKS PEKE EAKSP — AE VKS PE KAKS P 553 



G > qi 1 33302611 1 sp | P12036 1 NFH _ HUMAN 3 Neurofilament triplet H protein (200 kDa neur 
(Neurofilament heavy polypeptide) (NF-H) 

qi | 6 4 7 0 3 3 1 1 qb | AAF 13722,11 AF2 0303 2 1 H neurofilament' protein [Homo sapiens] 
Length = 1026 

Score = 322 bits (754), Expect = 3e-87 

Identities = 130/188 (69%), Positives = 132/188 (70%), Gaps = 52/188 (27%) 

Query: 1 AKS PAE AKS PAE AKS PAK S PAE AKS PEKAKSP AKS PAE AKS PVKE EAKS PA- 51 

AKS PAE KSP + AKS PAK S PAE AKS PEKAKSP AKS PAEAKS PVKE EAKS PA 

Sbjct: 572 AKS PAE VKS PE KAKS PAKE EAKS PAEAKS PE KAKS PVKE EAKS PAEAKS PVKE EAKS PAE 631 
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Query: 52 -KSPEKAKSPA — EAKSP AKSPEKAKSP EKAKSP — 82 

KSPEKAKSP EAKSP AKSPEKAKSP EKAKSP 

Sbjct: 632 VKS PEKAKSPTKEEAKS PEKAKS PEKAKS PEKEEAKS PEKAKS PVKAEAKS PEKAKS PVK 691 

Query: 83 — AKSPEKAKSPVKE EAKSP — AKS PVKE E AKS PAE AKS P AKSPVKEEAK 128 

AKS PEKAKS PVKEEAKSP AKS PVKE E AKS P +AKSP AKSPVKEEAK 
Sbjct: 692 AEAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS PEKAKS PVKE EAKT PEKAKS PVKEEAK 751 

Query: 129 SPEKAKSP 136 

S PEKAKS P 
Sbjct: 752 SPEKAKSP 759 



Score = 313 bits (732), Expect = 2e-84 

Identities = 131/208 (62%), Positives = 132/208 (63%), Gaps = 72/208 (34%) 

Query: 1 AKS PAE AKS PAE AKS P AKS PAE 22 

AKS PAE AKSP EAKSP AKS PAE 

Sbjct: 538 AKS PAE VKS PE KAKS PAKE E AKS P PE AKS PEKEEAKS PAE VKS PEKAKS PAKE E AKS PAE 597 

Query: 23 AKSPEKAKSP-- AKS PAE AKS PVKEEAKS PA — KSPEKAKSPA — EAKSP — AKSPEK 72 

AKSPEKAKSP AKS PAEAKS PVKEEAKS PA KSPEKAKSP EAKSP AKSPEK 
Sbjct: 598 AKS PEKAKS PVKE E AKS PAE AKS PVKE E AKS PAE VKS PE KAKS PTKEE AKS PE KAKS PEK 657 

Query: 73 AKSPEK — AKSP AKS PEKAKS PVKEEAKSP — AKS PVKE E AKS P 112 

AKSPEK AKSP AKS PEKAKS PVK EAKSP AKS PVKEEAKS P 

Sbjct: 658 AKS PEKEEAKS PEKAKS PVKAEAKS PEKAKS PVKAEAKS PEKAKS PVKE EAKSPE KAKS P 717 

Query: 113 — AEAKS P — AKS PVKE EAKSPE KAKS P 136 

E AKS P AKS PVKE EAK+ PE KAKS P 
Sbjct: 718 VKE EAKSPE KAKS PVKE EAKT PE KAKS P 745 



Score = 307 bits (717), Expect = le-82 

Identities = 130/202 (64%), Positives = 130/202 (64%), Gaps = 66/202 (32%) 

Query: 1 AKS PA — EAKS PAEAKS P AKS PAEAKS PE KAKS P AKS PAEAKS PVKE EAKSP 50 

AKSP EAKS PAEAKS P AKS PAE KSPEKAKSP AKSP EAKSP KEEAKSP 
Sbjct: 516 AKS PVKE E AKS PAE AKS PE KE E AKS PAE VKS PE KAKS PAKE E AKS PPE AKS PE KEEAKSP 575 

Query: 51 A — KSPEKAKSPA — EAKSP — AKSPEKA KSP 7 6 

A KSPEKAKSPA EAKSP AKSPEKA KSP 
Sbjct: 57 6 AE VKS PE KAKS PAKE EAKS PAEAKS PEKAKS PVKE EAKS PAEAKS PVKE EAKS PAE VKS P 635 

Query: 77 EKAKSP AKS PEKAKS PVKEEAKSP — AKS PVKEEAKS P AEAK 116 

EKAKSP AKSPEKAKSP KEEAKSP AKS PVK EAKSP AEAK 

Sbjct: 636 EKAKS PTKEEAKS PEKAKS PEKAKS PEKEEAKS PEKAKS PVKAEAKS PEKAKS PVKAEAK 695 

Query: 117 SP — AKS PVKE EAKSPE KAKS P 136 

SP AKS PVKE EAKSPE KAKS P 
Sbjct: 696 S PEKAKS PVKE EAKSPE KAKS P 717 



Score = 280 bits (653), Expect = 2e~74 

Identities = 116/159 (72%), Positives = 116/159 (72%), Gaps = 37/159 (23%) 
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Query: 12 EAKS PAKS PAE -AKS PEK-AKS P AKS PAE AKS PVKE EAKS PA — KSPEKAKSPA — 61 

E KSP PAE A SPEK AKSP AKS PAE AKS P KEEAKSPA KSPEKAKSPA 
Sbjct: 500 ETKSP PAE E AAS PE KE AKS PVKE EAKS PAE AKS PEKE EAKS PAE VKSPEKAKS PAKE 556 

Query: 62 EAKS P — AKS PE K AKS PEKAKSP AKS PE KAKS PVKE EAKS P- 100 

EAKSP AKSPEK KSPEKAKSP AKS PE KAKS PVKE EAKS P 

Sbjct: 557 EAKS P PE AKS PE KE E AKS PAE VKSPEKAKS PAKE EAKS PAE AKS PE KAKS PVKE EAKS PA 616 

Query: 101 -AKS PVKE EAKS PAE AKSP — AKSPVKEEAKS PEKAKSP 136 

AKSPVKEEAKSPAE KSP AKSP KEEAKS PEKAKSP 
Sbjct: 617 EAKS PVKE EAKS PAEVKSPE KAKS PTKE EAKS PEKAKSP 655 



Score = 228 bits (531), Expect = 8e-59 

Identities = 107/196 (54%), Positives = 116/196 (59%), Gaps = 67/196 (34%) 

Query: 1 AKS PAE AKSP — AEAKSP — AKS P--AEAKS PEKAKSP AKS PAEAKS PVKE EAKSP 50 

AKSP +AKSP AEAKSP ' AKSP AEAKS PEKAKSP AKSP +AKS PVKE EAKSP 
Sbjct: 666 AKS PE KAKS PVKAEAKSPE KAKS PVKAEAKSPE KAKS PVKE EAKS PE KAKS PVKE EAKSP 725 

Query: 51 AKS PE KAKS PA — EAKSP — AKSPEKAKS 75 

AK+PEKAKSP EAKSP AKSPEKAK+ 
Sbjct: 726 E KAKS P VKE E AKT PE KAKS P VKE E AKS PE KAKS PEKAKTLDVKSPEAKT PAKE EARS PAD 785 

Query: 76 — PEKAKSPAK SPE KAKS PVKE EAKSP AKS PVKE EAKS PAEAKS PAK 120 

PEKAKSP K SPEKAKSP+KE+AK+P KSPVKEE K P E K 
Sbjct : 78 6 KFPEKAKSPVKEEVKSPEKAKSPLKEDAKAPEKEIPKKEEVKSPVKEEEK-PQEVK- 840 

Query: 121 S PVKE EAKS PEKAKSP 136 

VKE K E + K+P 
Sbjct: 841 — VKEPPKKAEEEKAP 854 



Score = 100 bits (229), Expect = 3e-20 

Identities = 89/246 (36%), Positives = 101/246 (41%), Gaps = 122/246 (49%) 

Query: 2 KS PAEAKS PA — EAKS PA KSPA — EAKS PEKAKSP AKS PA EA 39 

KSP EAK+PA EA+SPA KSP E . KSPEKAKSP AK+P E 

Sbjct: 768 KS P- EAKT PAKE E ARS PADK F PE KAKS PVKE E VKS PE KAKS PLKE DAKAPE KE I PKKE E V 826 

Query: 40 KSPVKE EAKS PA — KSPEK A KSP 60 

KSPVKE, E K+PA K+ EK A K P 

Sbjct: 827 KS PVKE EE K PQE VKVKE PPKKAE E E KAPAT PKTE E KKDS KKE E APKKEAPK PKVE E KKE P 886 

Query: 61 A EAK SPAK SP-EKA KSPE — KAKS 81 

A EAK +PAK P EK K P+ KAK 

Sbjct: 8 87 AVEKPKESKVEAKKEEAEDKKKVPTPEKEAPAKVEVKEDAKPKEKTEVAKKEPDDAKAKE 94 6 

Query: 82 PAKS PE KAKS PVKE EAKS PAKS P VKE E- AKS PAE -AKS PAKS PVKE EAKS P 130 

P+K EK KE A P K KEE AK P E K+ AK+ KE+ K+ P 

Sbjct: 947 PSKPAEK KEAA — PEKKDTKEEKAKKPEEKPKTEAKA — KEDDKTLSKEPSKPKA 997 

Query: 131 EKA-KS 135 

EKA KS- 
Sbjct: 998 EKAEKS 1003 
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Score =97.8 bits (223), Expect = 2e-19 

Identities = 41/57 (71%), Positives = 42/57 (73%), Gaps = 9/57 (15%) 

Query: 87 EKAKS PVKE EAKSP AKS PVKEEAKS PAEAKS P AKSPVKEEAKSPEKAKSP 136 

E+ KSP EEA SP AKS PVKEEAKS PAEAKS P AKSP E KSPEKAKSP 
Sbjct: 499 EETKSPPAEEAASPEKEAKS PVKEEAKS PAEAKS PEKEEAKSP — AEVKSPEKAKSP 553 



□ > qi j 27529742 1 ribj j BAA74868 . 2 | US KIAA0845 protein [Homo sapiens] 
Length = 1034 

Score = 322 bits (754), Expect = 3e-87 

Identities = 130/188 (69%), Positives = 132/188 (70%), Gaps = 52/188 (27%) 

Query: 1 AKS PAEAKS PAEAKS PAK S PAEAKS PEKAKSP AKS PAEAKS PVKEEAKS PA- 51 

AKSPAE KSP + AKS PAK S PAEAKS PEKAKSP AKS PAEAKS PVKEEAKS PA 

Sbjct: 580 AKS PAE VKS PE KAKS PAKE E AKSPAE AKS PEKAKSPVKEE AKSPAE AKS PVKEE AKSPAE 639 

Query: 52 - KS PE KAKS PA — EAKSP AKS PEKAKSP EKAKSP — 82 

KSPEKAKSP EAKSP AKS PEKAKSP EKAKSP 

Sbjct: 640 VKS PE KAKS PTKEEAKSPE KAKS PE KAKS PEKEEAKSPE KAKS PVKAEAKSPE KAKS PVK 699 

Query: 83 — AKS PEKAKSPVKEE AKSP — AKS PVKEEAKS PAEAKS P AKSPVKEEAK 128 

AKS PE KAKS PVKE EAKSP AKS PVKE EAKSP +AKSP AKSPVKEEAK 
Sbjct: 700 AE AKS PEKAKSPVKEE AKS PEKAKSPVKEE AKS PE KAKS PVKE EAKTPE KAKS PVKE EAK 759 

Query: 129 SPEKAKSP 136 

S PEKAKSP 
Sbjct: 760 S PEKAKSP 767 



Score = 313 bits (732), Expect = 2e-84 

Identities - 131/208 (62%), Positives = 132/208 (63%), Gaps = 72/208 (34%) 

Query: 1 AKSPAE AKS PAEAKS P AKSPAE 22 

AKSPAE AKSP EAKSP AKSPAE 

Sbjct: 546 AKS PAE VKS PE KAKS PAKE E AKS P PE AKS PEKEEAKS PAE VKS PE KAKS PAKE E AKS PAE 605 

Query: 23 AKSPEKAKSP AKS PAEAKS PVKEEAKS PA — KSPEKAKSPA — EAKSP — AKSPEK 72 

AKS PEKAKSP AKS PAEAKS PVKEEAKS PA KSPEKAKSP EAKSP AKSPEK 
Sbjct: 606 AKS PEKAKS PVKEEAKS PAEAKS PVKEEAKS PAEVKS PEKAKS PTKEEAKS PEKAKS PEK 665 

Query: 73 AKS PEK- -AKSP AKS PEKAKS PVKEEAKS P- -AKS PVKEEAKS P 112 

AKSPEK AKSP AKS PEKAKS PVK EAKSP AKS PVKEEAKS P 

Sbjct: 666 AKS PEKEEAKS PEKAKS PVKAEAKSPE KAKS PVKAEAKS PEKAKS PVKEEAKS PEKAKS P 725 

Query: 113 — AE AKSP- -AKS PVKEEAKS PEKAKSP 136 

EAKSP AKS PVKE EAK+ PEKAKSP 
Sbjct: 726 VKE E AKS P E KAKS PVKEEAKT PEKAKSP 753 



Score = 307 bits (717), Expect = le-82 

Identities = 130/202 (64%), Positives = 130/202 (64%), Gaps = 66/202 (32%) 

Query: 1 AKS PA — E AKS PAEAKS P AKS PAEAKS PEKAKSP AKS PAEAKS PVKEEAKS P 50 

AKSP E AKS PAEAKS P AKSPAE KSPEKAKSP AKSP EAKSP KEEAKSP 
Sbjct: 524 AKS PVKEEAKS PAEAKS PEKEEAKS PAEVKS PEKAKS PAKE EAKSP PEAKS PEKEEAKSP 583 
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Query: 51 A — KSPEKAKSPA — EAKSP — AKSPEKA KSP 7 6 

A KSPEKAKSPA EAKSP AKSPEKA KSP 
Sbjct: 584 AE VKS PE KAKS PAKE E AKS PAE AKS PEKAKS PVKE E AKS PAE AKS PVKE E AKS PAE VKS P 643 

Query: 77 EKAKSP AKS PEKAKS PVKE EAKSP- -AKS PVKE EAKSP AEAK 116 

EKAKSP AKS PE KAKS P KE EAKSP AKSPVK EAKSP AEAK 

Sbjct: 644 E KAKS PTKEEAKSPE KAKS PEKAKS PEKEEAKS PEKAKS PVKAEAKS PE KAKS PVKAEAK 703 

Query: 117 SP — AKS PVKEEAKS PEKAKS P 136 

SP AKS PVKEEAKS PEKAKS P 
Sbjct: 704 S PEKAKS PVKE EAKSPE KAKS P 725 



Score = 280 bits (653), Expect = 2e-74 

Identities = 116/159 (72%), Positives = 116/159 (72%), Gaps = 37/159 (23%) 

Query: 12 EAKS PAKS PAE -AKS PEK-AKS P AKS PAEAKS PVKEEAKS PA — KSPEKAKSPA — 61 

E KSP PAE A SPEK AKSP AKS PAEAKS P KEEAKSPA KSPEKAKSPA 
Sbjct: 508 ETKSP PAEEAASPEKEAKS PVKEEAKS PAEAKS PEKEEAKS PAEVKS PEKAKS PAKE 564 

Query: 62 EAKSP — AKSPEK AKS PE KAKS P- AKS PEKAKS PVKEEAKS P- 100 

EAKSP AKSPEK KSPEKAKSP AKS PEKAKS PVKEEAKS P 

Sbjct: 565 EAKSP PEAKS PEKEEAKS PAE VKS PEKAKS PAKE EAKS PAE AKS PEKAKS PVKE EAKS PA 624 

Query: 101 -AKS PVKEEAKS PAEAKS P — AKS PVKE EAKSPE KAKS P 136 

AKS PVKEEAKS PAE KSP AKSP KE EAKS PEKAKS P 
Sbjct: 625 EAKS PVKE EAKS PAEVKS PEKAKS PTKEEAKSPE KAKS P 663 



Score = 228 bits (531), Expect = 8e-59 

Identities = 107/196 (54%), Positives = 116/196 (59%), Gaps = 67/196 (34%) 

Query: 1 AKS PAEAKS P — AEAKSP — AKSP — AEAKS PEKAKS P AKS PAEAKS PVKEEAKS P 50 

AKSP +AKSP AEAKSP AKSP AEAKS PEKAKS P AKSP +AKS PVKEEAKS P 
Sbjct: 674 AKS PEKAKS PVKAEAKS PEKAKS PVKAEAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS P 733 

Query: 51 AKS PE KAKS PA — EAKSP- -AKS PEKAKS 75 

AK+PEKAKSP EAKSP AKSPEKAK+ 
Sbjct: 734 E KAKS PVKE EAKT PEKAKS PVKE EAKSPE KAKS PEKAKTLDVKSPEAKT PAKE EARS PAD 793 

Query: 76 — PEKAKS PAK S PEKAKS PVKE EAKSP AKS PVKE EAKS PAEAKS PAK 120 

PEKAKS P K SPEKAKSP+KE+AK+P KSPVKEE K P E K 
Sbjct: 794 KF PEKAKS PVKE E VKS PE KAKS PLKEDAKAPEKE I PKKEE VKS PVKE EE K-PQEVK 848 

Query: 121 S PVKEEAKS PEKAKS P 136 

VKE K E+ K+P 
Sbjct: 849 --VKEPPKKAEEEKAP 862 



Score = 100 bits (229), Expect = 3e-20 

Identities = 89/246 (36%), Positives = 101/246 (41%), Gaps = 122/246 (49%) 

Query: 2 KS PAEAKS PA- -EAKS PA KS PA- - EAKS PEKAKS P AKS PA EA 39 

KSP EAK+PA EA+SPA KSP E KSPEKAKSP AK+P E 

Sbjct: 7 76 KSP-EAKTPAKEEARSPADKFPEKAKSPVKEEVKS PEKAKS PLKEDAKAPEKE I PKKEEV 8 34 
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Query: 40 KSPVKE -EAKS PA--KSPEK A KSP 60 

KSPVKE E K+PA K+ EK A K P 

Sbjct : 835 KSPVKEEEKPQEVKVKEPPKKAEEEKAPATPKTEEKKDSKKEEAPKKEAPKPKVEEKKEP 894 

Query: 61 A EAK SPAK SP-EKA KSPE--KAKS 81 • 

A EAK +PAK P EK K P+ KAK 

Sbjct: 8 95 AVEKPKESKVEAXKEEAEDKKKVPTPEKEAPAKVEVKEDAKPKEKTEVAKKEPDDAKAKE 954 

Query: 82 PAKS PE KAKS PVKEEAKS PAKS PVKEE - AKS PAE -AKS PAKS PVKEEAKS P 130 

P+K EK KE A P K KEE AK P E K+ AK+ KE+ K+ P 

Sbjct: 955 PSKPAEK KEAA — PEKKDTKEEKAKKPEEKPKTEAKA — KEDDKTLSKEPSKPKA 1005 

Query: 131 EKA-KS 135 

EKA KS 
Sbjct: 1006 EKAEKS 1011 



Score =97.8 bits (223), Expect = 2e-19 

Identities =41/57 (71%), Positives = 42/57 (73%), Gaps = 9/57 (15%) 

Query: 87 E KAKS PVKEEAKS P AKS PVKEEAKS PAE AKS P AKS PVKE EAKS PE KAKS P 136 

E+ KSP EE A SP AKS PVKE EAKS PAE AKS P AKSP E KSPEKAKSP 
Sbjct: 507 E ETKS P PAE E AAS PE KE AKS PVKE EAKS PAE AKS PE KE EAKS P — AEVKS PEKAKS P 561 



^ >:£;LL§.P^ neurof ilament-H 

Length = 511 

Score = 317 bits (741), Expect = le-85 

Identities = 127/172 (7-3%), Positives = 130/172 (75%), Gaps = 36/172 (20%) 

Query: 1 AKS PA — EAKS PAE AKS PA — KSPAEAKSPEKAKSP AKS PAEAKS PVKEEAKS P— 50 

AKSP EAKSP +AKSP KSPAEAKSPEKAKSP AKSP +AKS PVKEEAKS P 
Sbjct: 194 AKS PEKE EAKS PEKAKS PVEVKS PAEAKS PEKAKS PVKEEAKS PEKAKS PVKEEAKS PEK 253 

Query: 51 AKS PE KAKS PA — EAKSP AKS PE KAKS PE KAKS P AKS PE KAKS PVK 94 

AKS PEKAKS P EAKSP AKS PE KAKS PE KAKS P AKS PE KAKS PVK 

Sbjct: 254 AKSPEKAKS PVKEEAKS PEKAKS PVKEEAKS PEKAKS PEKAKS PVKEEAKS PEKAKS PVK 313 

Query: 95 E EAKSP AKS PVKE EAKS PAEAKS P — AKS PVKEEAKS PEKAKS P 136 

E EAKSP AKS PVKE EAKSP +AKSP AKS PVKE EAKS PE KAKS P 

Sbjct: 314 E EAKS PE KAKS PE KAKS PVKE EAKS PE KAKS PE KAKS PVKE EAKS PE KAKS P 365 



Score = 312 bits (729), Expect = 4e-84 

Identities = 132/219 (60%), Positives =132/219 (60%), Gaps = 84/219 (38%) 

Query: 2 KS PAEAKS PAEAKS P- - AKS PAEAKS PEKAKS PAK SPA 37 

KS PAEAKS PAEAKS P AKS PAEAKS PE KAKS P K SPA 
Sbjct: 93 KS PAEAKS PAEAKS PEKAKS PAEAKS PEKAKS PEKAKS PVKEEAKS PEKAKS PVEVKS PA 152 

Query: 38 EAKSP VKEEAKSPA — KS PEKAKS PA — EAKSP AKSPEKAKS P- 7 6 

EAKSP VKEEAKSPA KSPEKAKSP EAKSP AKSPEKAKSP 

Sbjct: 153 EAKS PEKAKS PVKEEAKS PAEAKS PEKAKS PEKEEAKS PEKAKS PEKE EAKS PE KAKS PV 212 

Query: 77 EKAKSP AKS PEKAKS PVKEEAKS P AKS PVKEEAKS P- 112 

EKAKSP AKS PEKAKS PVKEEAKS P AKS PVKE EAKS P 
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